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IN THE UNITE D STATES PATENT AND TRADEMARK OFFICE 

Atty. Docket No: 57126(46342) 

>atent application of 
WATANABE, TAKUYA et al . 
Serial No. Unassigned 
Filed: Concurrently Herewith 

For: NOVEL G PROTEIN -COUPLED RECEPTOR PROTEIN AND DNA 
THEREOF 



STATEMENT TO SUPPORT FILING AND SUBMISSION IN 
ACCORDANCE WITH 37 C.F.R. §§ 1.821-1.825 



Assistant Commissioner for Patents 
Washington, D.C. 2 0231 
Box SEQUENCE 



Sir: 



In connection with a Sequence Listing submitted concurrently 
herewith, the undersigned hereby states that: 

1. the submission, filed herewith in accordance with 37 
C.F.R. § 1.821(g), does not include new matter; 

2. the content of the attached paper copy and the 
attached computer readable copy of the Sequence Listing, submitted ^ in 
accordance with 37 C.F.R. § i.821.(c) and (e) , respectively, are the same; 
and 



3. all statements made herein of their own knowledge ajre 
true and that all statements made on information and belief are believed to 
be true; and further, that these statements were made with the knowledge 
that willful false statements and the like so made are punishable by fine 
or imprisonment, or both, under Section 1001 of Title 18 of the United 





Serial No. Unassigned 

States Code and that such willful false statements may jeopardize the 
validity of the application or any patent resulting therefrom. 



HARBOR CONSULTING 

Intellectual Property Services 
1500A Lafayette Road 
Suite 262 
Portsmouth, N.H. 
800-318-3021 



Respectfully submitted. 
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1 

SEQUENCE LISTING 

<110> WATANABE, TAKUYA 
KIKUCHI, KUNIKO 
SHINTANI, YASUSHI 

<120> NOVEL G PROTEIN-COUPLED RECEPTOR PROTEIN AND DNA 
THEREOF 



<130> 57126(46342) 



<140> 
<141> 



<150> PCT/JPOO/05683 
<151>' 2000-08-08 

<150> JP 11-241529 
<151> 1999-08-27 

<160> 7 

<170> PatentIn Ver. 2.1 



<210> 1 
<211> 368 
<212> PRT 

<213> Homo sapiens 
<400> 1 

Met Ala Asn Ser Thr Gly Leu Asn Ala Ser Glu Val Ala Gly Ser Leu 
1 5 10 15 

Gly Leu lie Leu Ala Ala Val Val Glu Val Gly Ala Leu Leu Gly Asn 
20 25 30 

Gly Ala Leu Leu Val Val Val Leu Arg Thr Pro Gly Leu Arg Asp Ala 
35 40 45 

Leu Tyr Leu Ala His Leu Cys Val Val Asp Leu Leu Ala Ala Ala Ser 
50 55 60 



lie Met Pro Leu Gly Leu Leu Ala 
65 70 

Val Arg Leu Gly Pro Ala Pro Cys 
85 

Ala Leu Leu Pro Ala Cys Thr Leu 
100 

Arg Tyr Arg Leu lie Val His Pro 
115 120 



Ala Pro Pro Pro Gly Leu Gly Arg 
. 75 80 

Arg Ala Ala Arg Phe Leu Ser Ala 
90 95 

Gly Val Ala Ala Leu Gly Leu Ala 

105 110 

Leu Arg Pro Gly Ser Arg Pro Pro 
125 



Pro Val Leu Val Leu Thr Ala Val Trp Ala Ala Ala Gly Leu Leu Gly 
130 135 140 



Ala Leu Ser Leu Leu Gly Pro Pro Pro Ala' Pro Pro Pro Ala Pro Ala 

150 155 160 

Arg Cys Ser Val Leu Ala Gly Gly Leu Gly Pro Phe Arg Pro Leu Trp 
165 170 175 

Ala Leu Leu Ala Phe Ala Leu Pro Ala Leu. Leu Leu Leu Gly Ala Tyr 
180 185 190 

Gly Gly lie Phe Val Val Ala Arg Arg Ala Ala Leu Arg Pro Pro Arg 
195 200 205 

Pro Ala Arg Gly Ser Arg Leu Arg Ser Asp Ser Leu Asp Ser Arg Leu 
210 215 220 

Ser He Leu Pro Pro Leu Arg Pro Arg Leu Pro Gly Gly Lys Ala Ala 
225 230 235 240 

Leu Ala Pro Ala Leu Ala Val Gly Gin Phe Ala Ala Cys Trp Leu Pro 
245 250 255 

Tyr Gly Cys Ala Cys Leu Ala Pro Ala Ala Arg Ala Ala Glu Ala Glu 
260 265 270 

Ala Ala Val Thr Trp Val Ala Tyr Ser Ala Phe Ala Ala His Pro Phe 
275 280 285 

Leu Tyr Gly Leu Leu Gin Arg Pro Val Arg Leu Ala Leu Gly Arg Leu 
290 295 300 

Ser Arg Arg Ala Leu Pro Gly Pro Val Arg Ala Cys Thr Pro Gin Ala 

310 315 320 

Trp His Pro Arg Ala Leu Leu Gin Cys Leu Gin Arg Pro Pro Glu Gly 
325 330 335 

Pro Ala Val Gly Pro Ser Glu Ala Pro Glu Gin Thr Pro Glu Leu Ala 
340 345 350 

Gly Gly Arg Ser Pro Ala Tyr Gin Gly Pro Pro Glu Ser Ser Leu Ser 
355 360 365 

<210> 2 
<211> 2150 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (253) . . (1356) 

<220> 

<221> modif ied_base 
<222> (102) 

<223> a, t, c, q, other or unknown 



<220> 

<221> luodif ied_base 
<222> (2019) 

<223> a, c, q, other or unknown 
<220> 

<221> modified_base 
<222> (2036) 

<223> a, t, c, q, other or unknown 
<220> 

<221> modif ied_base 
<222> (2044) 

<223> a, t, c, q, other or unknown 
<220> 

<221> modif ied_base 
<222> (2049) 

<223> a, t, c, q, other or unknown 

<220> 

<221> modif ied_base 
<222> (2072) 

<223> a, t, c, q, other or unknown 
<220> 

<221> modif ied_base 
<222> (2076) 

<223> a, t, c, q, other or unknown 
<220> 

<221> modif ied_base 
<222> (2084) 

<223> a, t, c, q, other or unknown 
<220> 

<221> modified_base 
<222> (2090) 

<223> a, t, c, q, other or unknown 
<220> 

<221> modified_base 

<222> (2097) . . (2098) 

<223> a, t, o, q, other or unknown 

<400> 2 . 

ctgaattgct ggagctgggo tggggcaggg gagaaagaca gcagactcat cottgcaccc 60 

ctccatgggc ctggccaagc ccccaagagg . atggcagcct gngcgtcgga gccacctcct 120 

gggcagccaa tgaggtgagg ggccggagga gcaagggaca agaggagcag aggacaggtg 180 

atggaaatcc tgcagcttta ggctccattc tgccatctac atcccagcgc agggtgaagc 240 

ctgagagccc aa atg gcc aac tec aca ggg ctg aac gcc tea gaa gtc gca 291 
Met Ala Asn Ser Thr Gly Leu Asn Ala Ser 111 Vkl Til 
5 10 . 



ggc teg ttg ggg ttg ate etg gca get gte gtg gag gtg ggg gca ctg 339 
Gly Ser Leu Gly Leu He Leu Ala Ala Val Val Glu Val Gly Ala Leu 
15 20 25 

ctg ggc aac ggc gcg ctg ctg gtc gtg gtg ctg cgc aeg ceg gga ctg 387 
Leu Gly Asn Gly Ala Leu Leu Val Val Val Leu Arg Thr Pro Glv Leu 
30 35 40 45 

cgc gac gcg etc tac ctg gcg cac ctg tgc gtc gtg gac ctg ctg gcg 435 
Arg Asp Ala Leu Tyr Leu Ala His Leu Cys Val Val Asp Leu Leu. Ala 
50 55 60 

gcc gcc tec ate atg ceg etg ggc ctg ctg gee gca ceg ceg ccc ggg 483 
Ala Ala Ser He Met Pro Leu Gly Leu Leu Ala Ala Pro Pro Pro Gly 
65 70 75 

ctg ggc cgc gtg cgc ctg ggc ccc gcg oca tgc cgc gcc get cgc ttc 531 
Leu Gly Arg Val Arg Leu Gly Pro Ala Pro Cys Arg Ala Ala Arq Phe 

80 85 90 . 

etc tec gcc get ctg ctg ceg gcc tgc aeg etc ggg gtg gcc gca ett 579 
Leu Ser Ala Ala Leu Leu Pro Ala Cys Thr Leu Gly Val Ala Ala Leu 
95 100 105 



ggc ctg gca cgc tac cgc etc ate gtg cac ceg ctg egg cea ggc teg 
Gly Leu Ala Arg Tyr Arg Leu He Val His Pro Leu Arg Pro Gly Ser 
110 115 120 



125 



175 180 



185 



627 



egg ceg ceg cet gtg etc gtg etc ace gee gtg tgg gcc gcg gcg gga 675 
Arg Pro Pro Pro Val Leu Val Leu Thr Ala Val Trp Ala Ala Ala Gly 
130 135 140 

ctg ctg ggc gcg etc tec ctg etc ggc ceg ceg ccc gca ceg ccc cet 723 
Leu Leu Gly Ala Leu Ser Leu Leu Gly Pro Pro Pro Ala Pro Pro Pro 
145 150 155 

get ect get cgc tgc teg gtc ctg get ggg ggc etc ggg ccc ttc egg 771 
Ala Pro Ala Arg Cys Ser Val Leu Ala Gly. Gly Leu Gly Pro Phe Arg 
160 165 • 170 

ceg etc tgg gee etg etg gee ttc gcg ctg ccc gee etc etg ctg etc 819 
Pro Leu Trp Ala Leu Leu Ala Phe Ala Leu Pro Ala Leu Leu Leu Leu 



ggc gcc tac ggc ggc ate ttc gtg gtg gcg cgt cgc get gcc ctg a.gg 867 
Gly Ala Tyr Gly Gly He Phe Val Val Ala Arg Arg Ala Ala Leu Arq 

195 200 205 

ccc cca egg ceg gcg cgc ggg tec cga etc cgc teg gac tct ctg gat 915 
Pro Pro Arg Pro Ala Arg Gly Ser Arg Leu Arg Ser Asp Ser Leu Asp 
210 215 220. 

age cgc ctt tec ate ttg ceg ceg etc egg cet cgc ctg ccc ggg gge 963 
Ser Arg Leu Ser He Leu Pro Pro Leu Arg Pro Arg Leu Pro Gly Glv 
225 230 235 



aag gcg gcc ctg gcc cca gcg ctg gcc gtg ggc caa ttt gca gcc tgc 1011 
Lys Ala Ala Leu Ala Pro Ala Leu Ala Val Gly Gin Phe Ala Ala Cys 
240 245 250 

tgg ctg cct tat ggc tgc gcg tgc ctg gcg ccc gca gcg egg gcc gcg 1059 
Trp Leu Pro Tyr Gly Cys Ala Cys Leu Ala Pro Ala Ala Arg Ala Ala 
255 260 265 

gaa gcc gaa gcg get gtc acc tgg gtc gcc tac teg gcc ttc gcg get. 1107 
Glu Ala Glu Ala Ala Val Thr Trp Val Ala Tyr Ser Ala Phe Ala Ala 
270 275 280 285 

cac ccc ttc ctg tac ggg ctg ctg eag egc ccc gtg cgc ttg gca ctg 1155 
His Pro Phe Leu Tyr Gly Leu Leu Gin Arg Pro Val Arg Leu Ala Leu 
290 295 . 300 

ggc cgc etc tct cgc cgt gca ctg cct gga cct gtg egg gcc tgc act 1203 
Gly Arg Leu Ser Arg Arg Ala Leu Pro Gly. Pro Val Arg Ala Cys Thr 
305 310 315 

ccg caa gcc tgg cac ccg egg gca etc ttg caa tgc etc eag aga ccc 1251 
Pro Gin Ala Trp His Pro Arg Ala Leu Leu Gin Cys Leu Gin Arg Pro 

320 325 330 

cca gag ggc cct gcc gta ggc cct tct gag get cca gaa eag ace ' ccc 12 99 
Pro Glu Gly Pro Ala Val Gly Pro Ser Glu Ala Pro Glu Gin Thr Pro 
335 340 345 

gag ttg gca gga ggg egg age ccc gca tac cag ggg cca cct gag agt 1347 
Glu Leu Ala Gly Gly Arg Ser Pro Ala Tyr Gin Gly Pro Pro Glu Ser 
350 355 360 365 

tct etc tec tgageaggag aaaggagggt ggtttecgtg ggggetcatc 1396 

Ser Leu Ser 

caaeccctgc acaggtcaea gcaggtgcee tgctggatat ctgggtetgg aacaggagga 1456 
gaaagggtgt ctgetgcctg gtgaggecca cggaettctg agagccagga atectgeggt 1516 
etgggcccaa cactgeatag eaetgtgcat aggcegaccc ttccttaggc ctcagetttc 1576 
ecatctgcac ectgeagcat etctaagggc ccctccagea taggtggttt gtgaaactca 1636 
caggtggtcc ccaggccaag atgggcaggt gtcaeaaaga agagggccct aagggcteac 1696 
aaccaaagtg atecgecaag eagggcagta tetgggttae agecacagea ggaagaacea 1756 
etggagacae aetcagaagg aettccetga catctgeace aaggagagte tggacaaagc 1816 
tactgaaact cetccacctg cttctaaaat gcccagaaga caactggace agtttggtat 1876 
tagaagtagg aggctggacg actteaccce caaagggtec tgaagceeca gaactggeat 1936 
gtggaagggg gtgaggecca attgaggttg gtggatteac acatgggggt cetccaggee 1996 
etcagctgec cecatttttt ggnggttttg etgeccecan ececagtntt tencaaettc 2056 
ctggtegetg agaatntttn ttcaaaanea gggnttgaaa nnectgaaaa aaaaaaaaaa 2116 
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aaaaaaaaaa aaaaaagcgg ccgctgaatt ctag 



2150 



<210> 3 

<211> 38 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
<400> 3 

tagtcgacat ggccaactcc acagggctga acgcctca 38 

<210> 4 
<211> 38 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 



<210> 5 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
<400> 5 

taggcccttc tgaggctcca .20 



<210> 6 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 



<400> 4 

atactagttc aggagagaga actctcaggt ggcccctg 



38 



<400> 6 

tctcaggtgg cccctggtat 



20 



<210> 7 
<211> 21 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Probe 
<400> 7 

aacagacccc cgagttggca g 



